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copies of the Sequence Listings started as "Arg Met" instead of "Met." The correction of this 
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Figure 6. 
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<120> ANDROGEN RECEPTOR PROTEINS RECOMBINANT DNA MOLECULES AND CODING FOR 
SUCH AND USE OF SUCH COMPOSITIONS 


<130> 5470.A30DV 


<140> US 09/447,822 

<141> 2000-02-0(3 

<160> 26 

<170> Patentln version 3.1 

<210> 1 

<211> 32 

<212> DNA 

<213> Artificial Sequelnce 


<220> 

<223> Synthetic Oligonucleotide probe. 

<400> 1 

acctgtgagg gctgtaaggt cttct\caaa ag 

<210> 2 

<211> 32 

<212> DNA 

<213> Homo sapiens 


32 


1 


<400> 2 

acatgtggaa gctgcaaggt cttcttcaaa ag 

<210> 3 

<211> 32 

<212> DNA 

<213> Homo sapiens 

<400> 3 

acctgtggga gctgtaaggt cttctttaag ag 

<210> 4 

<211> 32 

<212> DNA 

<213> Homo sapiens 

<400> 4 

acctgtggca gctgcaaagt tttcttcaaa ag 

<210> 5 

<211> 32 

<212> DNA 

<213> Homo sapiens 

<400> 5 

acttgtggaa gctgtaaagt tttcttcaaa ag 

<210> 6 

<211> 32 

<212> DNA 

<213> Homo sapiens 

<400> 6 

tcctgtgagg gctgtaaggc cttcttcaag ag 

<210> 7 
<211> 32 
<212> DNA 


<213> Homo sapiens 


<400> 7 

acgtgtgaag gctgcaaggg tttctttaga ag 

<210> 8 

<211> 32 

<212> DNA 

<213> Homo sapiens 

<400> 8 

gcctgtgagg gctgcaaggg cttcttccgc eg 

<210> 9 

<211> 66 

<212> PRT 

<213> Homo sapiens 

<400> 9 

Cys Leu He Cys Gly Asp Glu Ala Ser Gly Cys His Tyr Gly Ala Leu 
1 5 10 15 

Thr Cys Gly ser Cys Lys Val Phe Phe Lys Arg Ala Ala Glu Gly Lys 
20 25 30 

Gin Lys Tyr Leu Cys Ala Ser Arg Asn Asp Cys Thr lie Asp Lys Phe 
35 40 45 

Arg Arg Lys Asn Cys Pro Ser cys Arg Leu Arg Lys Cys Tyr Glu Ala 
50 55 60 

Gly Met 
65 

<210> 10 

<211> 66 

<212> PRT 

<213> Homo sapiens 


<400> 10 

Cys Leu lie Cys Gly Asp Glu Ala Ser Gly cys His Tyr Gly val Leu 
15 10 15 

Thr cys Gly ser Cys Lys val Phe Phe Lys Arg Ala Met Glu Gly Gin 
20 25 30 

His Asn Tyr Leu cys Ala Gly Arg Asn Asp Cys lie val Asp Lys lie 
35 40 45 

Arg Arg Lys Asn Cys Pro Ala Cys Arg Leu Arg Lys Cys Cys Gin Ala 
50 55 60 

Gly Met 
65 

<210> 11 

<2U> 66 

<212> PRT 

<213> Homo sapiens 


<400> 11 

Cys Leu val Cys Gly Asp Glu Ala Ser Gly Cys His Tyr Gly val Val 
15 10 15 

Thr cys Gly Ser Cys Lys val Phe Phe Lys Arg Ala Val Glu Gly Gin 
20 25 30 

His Asn Tyr Leu Cys Ala Gly Arg Asn Asp Cys He lie Asp Lys lie 
35 40 45 

Arg Arg Lys Asn Cys Pro Ala Cys Arg Leu Gin Lys Cys Leu Gin Ala 
50 55 60 

Gly Met 
65 

<210> 12 

<211> 66 

<212> PRT 

<213> Homo sapiens 


<400> 12 

4 


Cys Leu Val Cys Ser Asp Glu Ala Ser Gly Cys His Tyr Gly val Leu 
15 10 15 


Thr cys Gly ser Cys Lys val Phe Phe Lys Arg Ala Val Glu Gly Gin 
20 25 30 

His Asn Tyr Leu Cys Ala Gly Arg Asn Asp cys lie lie Asp Lys He 
35 40 45 

Arg Arg Lys Asn Cys Pro Ala cys Arg Tyr Arg Lys Cys Leu Gin Ala 
50 55 60 

Gly Met 
65 

<210> 13 

<211> 66 

<212> PRT 

<213> Homo sapiens 


<400> 13 

Cys Ala Val Cys Asn Asp Tyr Ala Ser Gly Tyr His Tyr Gly Val Trp 
15 10 15 

Ser Cys Glu Gly Cys Lys Ala Phe Phe Lys Arg Ser lie Gin Gly His 
20 25 30 

Asn Asp Tyr Met Cys Pro Ala Thr Asn Gin Cys Thr lie Asp Lys Asn 
35 40 45 

Arg Arg Lys Ser Cys Gin Ala Cys Arg Leu Arg Lys Cys Tyr Glu val 
50 55 60 

Gly Met 
65 

<210> 14 

<211> 66 

<212> PRT 

<213> Gall us gall us 


<400> 14 


5 


Cys Gly val Cys Gly Asp Arg Ala Thr Gly Phe His Phe Asn Ala Met 
15 10 15 

Thr Cys Glu Gly Cys Lys Gly Phe Phe Arg Arg ser Met Lys Arg Lys 
20 25 30 

Ala Met Phe Thr Cys Pro Phe Asn Gly Asp Cys Lys lie Thr Lys Asp 
35 40 45 

Asn Arg Arg His Cys Gin Ala Cys Arg Leu Lys Arg Cys Val Asp lie 
50 55 60 

Gly Met 
65 

<210> 15 

<211> 68 

<212> PRT 

<213> Homo sapiens 


<400> 15 

Cys Val Val Cys Gly Asp Lys Ala Thr Gly Tyr His Tyr Arg Cys lie 
1 5 10 15 

Thr cys Glu Gly Cys Lys Gly Phe Phe Arg Arg Thr lie Gin Lys Asn 
20 25 30 

Leu His Pro Ser Tyr Ser Cys Lys Tyr Glu Gly Lys Cys Val lie Asp 
35 40 45 

Lys val Thr Arg Asn Gin Cys Gin Glu Cys Arg Phe Lys Lys Cys lie 
50 55 60 

Tyr val Gly Met 
65 

<210> 16 
<211> 68 
<212> PRT 

<213> Avian erythroblastosis virus 


<400> 16 

Cys Val Val Cys Gly Asp Lys Ala Thr Gly Tyr His Tyr Arg cys lie 

6 


15 10 15 

Thr Cys Glu Gly Cys Lys ser Phe Phe Arg Arg Thr lie Gin Lys Asn 
20 25 30 

Leu His Pro Thr Thr Ser Cys Thr Tyr Asp Gly Cys Cys Val lie Asp 
35 40 45 

Lys lie Thr Arg Asn Gin Cys Gin Leu Cys Arg Phe Lys Lys Cys lie 
50 55 60 

Ser val Gly Met 
65 

<210> 17 

<211> 66 

<212> PRT 

<213> Homo sapiens 


<400> 17 

Cys Phe Val Cys Gin Asp Lys Ser ser Gly Tyr His Tyr Gly Val Ser 
1 5 10 15 

Ala Cys Glu Gly Cys Lys Gly Phe Phe Arg Arg Ser lie Gin Lys Asn 
20 25 30 

Met val Tyr Thr cys His Arg Asp Lys Asn Cys lie lie Asn Lys val 
35 40 45 

Thr Arg Asn Arg Cys Gin Tyr cys Arg Leu Gin Lys Cys Phe Glu Val 
50 55 60 

Gly Met 
65 

<210> 18 

<211> 5082 

<212> DNA 

<213> Homo sapiens 


<220> 

<221> mi sc_f eature 
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<222> (360) . . (360) 

<223> "n" denotes any nucleotide. 


<220> 

<221> mi sc_f eature 
<222> (365). .(365) 
<223> "n" denotes any nucleotide. 

<220> 

<221> misc_feature 
<222> (376).. (376) 
<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_feature 

<222> (385).. (385) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (399) . . (399) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (407) . . (407) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (417). .(417) 

<223> "n" denotes any nucleotide. 


<220> 

<221> misc_feature 
<222> (422).. (422) 

<223> "n M denotes any nucleotide. 

<220> 

<221> misc_feature 

<222> (435). .(435) 

<223> "n" denotes any nucleotide. 

<220> 

<221> misc_feature 

<222> (439). . (439) 

<223> "n" denotes any nucleotide. 

<220> 

<2 2 1> mi s c_f eat u re 

<222> (441) . . (441) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (598). .(598) 

<223> "n" denotes any nucleotide. 

<220> 

<221> misc_feature 

<222> (689).. (689) 

<223> M n" denotes any nucleotide. 

<220> 

<221> mi sc_feature 
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<222> (714).. (715) 

<223> "n" denotes any nucleotide. 


<220> 

<221> mi sc_feature 

<222> (844) . . (844) 

<223> "n" denotes any nucleotide. 

<220> 

<221> misc_feature 

<222> (870) . . (870) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (918).. (918) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_feature 

<222> (932).. (932) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (1195).. (1195) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (1198).. (1198) 

<223> "n" denotes any nucleotide. 


<220> 

<221> mi sc_feature 

<222> (1202) . . (1202) 

<223> "n" denotes any nucleotide. 

<220> 

<221> misc_feature 

<222> (1248). .(1248) 

<223> "n" denotes any nucleotide. 

<220> 

<221> mi sc_f eature 

<222> (1322). .(1322) 

<223> "n" denotes any nucleotide. 


<400> 18 


gagctctgga 

caaaattgag 

cgcctatgtg 

tacatggcaa 

gtgtttttag 

tgtttgtgtg 

60 

tttacctgct 

tgtctgggtg 

attttgcctt 

tgagagtctg 

gatgagaaat 

gcatggttaa 

120 

aggcaattcc 

agacaggaag 

aaaggcagag 

aagagggtag 

aaatgacctc 

tgattcttgg 

180 

ggctgagggt 

tcctagagca 

aatggcacaa 

tgccacgagg 

cccgatctat 

ccctatgacg 

240 

gaactctaag 

gtttcagcat 

cagctatctg 

ctggcttggt 

cactggcttg 

cctcctcagt 

300 

ttgtaggaga 

ctctcccact 

ctcccatctg 

cgcgctctta 

tcagtcctga 

aaagaacccn 

360 

tggcnagcca 

ggagcnaggt 

attcntatcg 

tccttttcnt 

cctcctngcc 

tcacctngtt 

420 

gntttttaga 

ttggncttng 

naaccaaatt 

tgtatgctgg 

cctccaggaa 

atctggagcc 

480 

tggcgcctaa 

accttggttt 

aggaaagcag 

gagctattca 

ggaagcaggg 

tcctccaggg 

540 

ctagagctag 

cctctcctgc 

cctcgcccac 

gtgcgccagc 

acttgtttct 

ccaaagcnac 

600 

taggcaggcg 

ttagcgcgcg 

gtgaggggag 

gggagaaaag 

gaaaggggag 

gggagggaaa 

660 

aggaggtggg 

aaggcaagga 

ggccggccng 

gtgggggcgg 

gacccgactc 

gcannaactg 

720 

ttgcatttgc 

tctccacctc 

ccagcgcccc 

ctccgagatc 

ccggggagcc 

agcttgctgg 

780 

gagagcggga 

acggtccgga 

gcaagcccag 

aggcagagga 

ggcgacagag 

ggaaaaaggg 

840 

cccnagctag 

ccgctccagt 

gctgtacagn 

agccgaagga 

cgcaccacgc 

cagccccagc 

900 

ccggctccag 

cgacagcnaa 

cgcctcttgc 

angcgttcga 

agccgccgcc 

cggagctgcc 

960 

ctttcctctt 

cggtgaagtt 

tttaaaagct 

gctaaagact 

cggaggaagc 

aaggaaagtg 

1020 
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cctggtagga ctgacggctg cctttgtcct cctcctctcc accccgcctc cccccaccct 1080 
gccttccccc cctcccccgt cttctctccc gcagctgcct cagtcggcta ctctcagcca 1140 
acccccctca ccacccttct ccccacccgc ccccccgccc ccgtcggccc agcgntgnca 1200 
gnccgagttt gcagagaggt aactcccttt ggctgcgagc gggcgagnct agctgcacat 1260 
tgcaaagaag gctcttagga gcaggcgact ggggagcggc ttcagcactg cagccacgac 1320 

cngcctggtt aggctgcacg cggagagaac cctctgtttt cccccactct ctctccacct 1380 

cctcctgcct tccccacccc gagtgcggag ccagagatca aaagatgaaa aggcagtcag 1440 

gtcttcagta gccaaaaaac aaaacaaaca aaaacaaaaa agccgaaata aaagaaaaag 1500 

ataataactc agttcttatt tgcacctact tcagtggaca ctgaatttgg aaggtggagg 1560 

attttgtttt tttcttttaa gatctgggca tcttttgaat ctacccttca agtattaaga 1620 

gacagactgt gagcctagca gggcagatct tgtccaccgt gtgtcttctt ctgcacgaga 1680 

ctttgaggct gtcagagcgc tttttgcgtg gttgctcccg caagtttcct tctctggagc 1740 

ttcccgcagg tgggcagcta gctgcagcga ctaccgcatc atcacagcct gttgaactct 1800 

tctgagcaag agaaggggag gcggggtaag ggaagtaggt ggaagattca gccaagctca 1860 

aggatggaag tgcagttagg gctgggaagg gtctaccctc ggccgccgtc caagacctac 1920 

cgaggagctt tccagaatct gttccagagc gtgcgcgaag tgatccagaa cccgggcccc 1980 

aggcacccag aggccgcgag cgcagcacct cccggcgcca gtttgctgct gctgcagcag 2040 

cagcagcagc agcagcagca gcagcagcag cagcagcagc agcagcagca gcagcagcag 2100 

cagcagcaag agactagccc caggcagcag cagcagcagc agggtgagga tggttctccc 2160 

caagcccatc gtagaggccc cacaggctac ctggtcctgg atgaggaaca gcaaccttca 2220 

cagccgcagt cggccctgga gtgccacccc gagagaggtt gcgtcccaga gcctggagcc 2280 

gccgtggccg ccagcaaggg gctgccgcag cagctgccag cacctccgga cgaggatgac 2340 

tcagctgccc catccacgtt gtccctgctg ggccccactt tccccggctt aagcagctgc 2400 

tccgctgacc ttaaagacat cctgagcgag gccagcacca tgcaactcct tcagcaacag 2460 

cagcaggaag cagtatccga aggcagcagc agcgggagag cgagggaggc ctcgggggct 2520 

cccacttcct ccaaggacaa ttacttaggg ggcacttcga ccatttctga caacgccaag 2580 

gagttgtgta aggcagtgtc ggtgtccatg ggcctgggtg tggaggcgtt ggagcatctg 2640 

agtccagggg aacagcttcg gggggattgc atgtacgccc cacttttggg agttccaccc 2700 

gctgtgcgtc ccactccttg tgccccattg gccgaatgca aaggttctct gctagacgac 2760 

agcgcaggca agagcactga agatactgct gagtattccc ctttcaaggg aggttacacc 2820 

aaagggctag aaggcgagag cctaggctgc tctggcagcg ctgcagcagg gagctccggg 2880 

acacttgaac tgccgtctac cctgtctctc tacaagtccg gagcactgga cgaggcagct 2940 

12 


nrnl"arrana 

yxy La.L-L.dyct 

y Ll_yL.ydL.Ld 

cxacaacxxx 

ccactggcxc 

tggccggacc 

gccgccccct 

3000 

L-i~y ^- v_y L. V- LL 

LLLdLLLLLd 

L.gx.xcgcdxc 

ddgcxggaga 

acccgctgga 

ctacggcagc 

3060 

yxcxyggcgg 

cxgcggcggc 

gcagxgccgc 

"tatggggacc 

tggcgagcct 

gcatggcgcg 

3120 

yy Ly^ciyL-yy 

ydLLLyy l ll 

x y y g x c ax. c l. 

xcagccgccg 

cttcctcatc 

ctggcacact 

3180 


LLyddyddyy 

LLdy Liy LdL 

ggaccgtgxg 

gtggtggtgg 

gggtggtggc 

3240 

nnrnnrnnrn 

yy ^-yy^-yy t-y 

gcggcggcgg 

c t~\ f t~\ t~\ t~ r~\ r\ r~ 

c gg c gg c ggc 

/^l r~ g~\ n f— r"f /~ 

ggcggcggcg 

gcggcggcgg 

cgaggcggga 

3300 

nrtntanrrr 
y L. Ly LayLLL 

/" z~ +• /— r~\ r~* t~ -\- s 

ccxacggc xa 

cac xcggccc 

cctcaggggc 

tggcgggcca 

ggaaagcgac 

3360 

ttrarrnrar 
L LL_dL.L.yL.dL. 

L.xgdxgxgxg 

gxacccxggc 

ggcatggtga 

gcagagtgcc 

ctatcccagt 

3420 

L.l_v_dL, L Ly uy 

LLddddyLyd 

aaxgggcccc 

tggatggata 

gctactccgg 

accttacggg 

3480 

ydL.ciLyL,y l l 

xggagac xgc 

cagggaccax 

gttttgccca 

ttgactatta 

ctttccaccc 

3540 

/"■anaari:a/-/~i- 
LdljaayaLL L 

gccxgaxc xg 

xggagaxgaa 

gcttctgggt 

gtcactatgg 

agctctcaca 

3600 

Ly Lyyddyx. x 

gcaaggxc x x 

cttcaaaaga 

gccgctgaag 

ggaaacagaa 

gtacctgtgc 

3660 

yXL.dyL,dydd 

axga x xgcac 

xaxxgataaa 

ttccgaagga 

aaaattgtcc 

atcttgtcgt 

3720 

/— "t~ +" /~ /"I /"l ^ -3 -3 -f- 

x x x x g g d d a. X. 

gx Laxgaagc 

agggatgact 

ctgggagccc 

ggaagctgaa 

gaaacttggt 

3780 

ddLL. LydddL. 

xacaggagga 

a gg a 9 a ggct 

tccagcacca 

ccagccccac 

tgaggagaca 

3840 

dCCCdgddy c 

tgacagtgtc 

acacattgaa 

ggctatgaat 

gtcagcccat 

ctttctgaat 

3900 

gxcc xggaag 

ccattgagcc 

a gg"tg"t a g*tg 

tgtgctggac 

acgacaacaa 

ccagcccgac 

3960 

Li_L.xxxyi_dg 

ccx xgcxcxc 

tagcctcaat 

gaactgggag 

agagacagct 

tgtacacgtg 

4020 

y LL.ddyxyyg 

ccaaggcc xx 

gcctggcttc 

cgcaacttac 

acgtggacga 

ccagatggct 

4080 

yxcdxxccig x 

acxcc xggax 

ggggctcatg 

gtgtttgcca 

tgggctggcg 

atccttcacc 

4140 

dd Ly LLddL L 

ccaggaxgcx 

ctacttcgcc 

cctgatctgg 

ttttcaatga 

gtaccgcatg 

4200 

LaLddy LL,L,L. 

ggaxgxacag 

ccag xgtgxc 

cgaatgaggc 

acctctctca 

agagtttgga 

4260 

LggXXL.L.ddd 

xcacccccca 

ggaaxxccxg 

tgcatgaaag 

cactgctact 

cttcagcatt 

4320 

dL LLLdy xyy 

dLyyyxxydd 

aaaxcaaaaa 

xxct x xgatg 

aacttcgaat 

gaactacatc 

4380. 

ddyyddL. LL,y 

axcg xdx cax 

xgca xgcaaa 

agaaaaaatc 

ccacatcctg 

ctcaagacgc 

4440 

ttrtarranr 
L LL LdLLdyL 

LLdLLddyLL 

ccxggac xcc 

gtgcagccta 

ttgcgagaga 

gctgcatcag 

4500 

ttrarttttn 

L LLdL L LL Ly 

dLL Ly X LddX 

caag xcacac 

atggtgagcg 

tggactttcc 

ggaaatgatg 

4560 

nrananaf ra 
yLdydydiLd 

xxxxxgxgca 

agxgcccaag 

axcc xxxc xg 

ggaaagtcaa 

gcccatctat 

4620 

L LLLdLdLLL 

<iy Lgaagcax 

xggaaacccx 

atttccccac 

cccagctcat 

gccccctttc 

4680 

agatgtcttc 

tgcctgttat 

aactctgcac 

tactcctctg 

cagtgccttg 

gggaatttcc 

4740 

tctattgatg 

tacagtctgt 

catgaacatg 

ttcctgaatt 

ctatttgctg 

ggcttttttt 

4800 

ttctctttct 

ctcctttctt 

tttcttcttc 

cctccctatc 

taaccctccc 

atggcacctt 

4860 

cagactttgc 

ttcccattgt 

ggctcctatc 

tgtgttttga 

atggtgttgt 

atgcctttaa 

4920 
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atctgtgatg atcctcatat ggcccagtgt caagttgtgc ttgtttacag cactactctg 4980 
tgccagccac acaaacgttt acttatctta tgccacggga agtttagaga gctaagatta 5040 
tctggggaaa tcaaaacaaa aaacaagcaa acaaaaaaaa aa 5082 

<210> 19 

<211> 923 

<212> PRT 

<213> Homo sapiens 

<400> 19 

Met Glu Val Gin Leu Gly Leu Gly Arg Val Tyr Pro Arq Pro Pro ser 
15 10 15 

Lys Thr Tyr Arg Gly Ala Phe Gin Asn Leu Phe Gin ser val Arq Glu 
20 25 30 

val lie Gin Asn Pro Gly Pro Arg His Pro Glu Ala Ala Ser Ala Ala 
35 40 45 

Pro Pro Gly Ala Ser Leu Leu Leu Leu Gin Gin Gin Gin Gin Gin Gin 
50 5 5 60 

Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin 
65 70 75 80 

Gin Gin Glu Thr Ser Pro Arg Gin Gin Gin Gin Gin Gin Gly Glu Asp 
85 90 95 

Gly ser Pro Gin Ala His Arg Arg Gly Pro Thr Gly Tyr Leu Val Leu 
100 105 no 

Asp Glu Glu Gin Gin Pro Ser Gin Pro Gin ser Ala Leu Glu Cys His 
115 120 125 

Pro Glu Arg Gly Cys val Pro Glu Pro Gly Ala Ala Val Ala Ala Ser 
130 135 140 

Lys Gly Leu Pro Gin Gin Leu Pro Ala Pro Pro Asp Glu Asp Asp ser 
14 5 150 155 160 

Ala Ala Pro Ser Thr Leu Ser Leu Leu Gly Pro Thr Phe Pro Glv Leu 
165 170 175 


Ser ser Cys Ser Ala Asp Leu Lys Asp lie Leu Ser Glu Ala Ser Thr 

14 


180 


185 


190 


Met Gin Leu Leu Gin Gin Gin Gin Gin Glu Ala Val ser Glu Gly ser 
195 200 205 

Ser ser Gly Arg Ala Arg Glu Ala Ser Gly Ala Pro Thr Ser Ser Lys 
210 215 220 

Asp Asn Tyr Leu Gly Gly Thr Ser Thr lie Ser Asp Asn Ala Lys Glu 
225 230 235 240 

Leu Cys Lys Ala val Ser val Ser Met Gly Leu Gly Val Glu Ala Leu 
245 250 255 

Glu His Leu Ser Pro Gly Glu Gin Leu Arg Gly Asp Cys Met Tyr Ala 
260 265 270 

Pro Leu Leu Gly Val Pro Pro Ala Val Arg Pro Thr Pro Cys Ala pro 
275 280 285 

Leu Ala Glu cys Lys Gly ser Leu Leu Asp Asp Ser Ala Gly Lys Ser 
290 295 300 

Thr Glu Asp Thr Ala Glu Tyr Ser Pro Phe Lys Gly Gly Tyr Thr Lvs 
305 310 315 320 

Gly Leu Glu Gly Glu Ser Leu Gly Cys Ser Gly ser Ala Ala Ala Gly 
325 330 335 

Ser ser Gly Thr Leu Glu Leu Pro Ser Thr Leu Ser Leu Tyr Lys Ser 
340 345 350 

Gly Ala Leu Asp Glu Ala Ala Ala Tyr Gin ser Arg Asp Tyr Tyr Asn 
355 360 365 

Phe Pro Leu Ala Leu Ala Gly Pro Pro Pro Pro Pro Pro Pro Pro His 
370 375 380 

Pro His Ala Arg lie Lys Leu Glu Asn Pro Leu Asp Tyr Gly Ser Ala 
385 390 395 400 

Trp Ala Ala Ala Ala Ala Gin Cys Arg Tyr Gly Asp Leu Ala Ser Leu 
405 410 415 

His Gly Ala Gly Ala Ala Gly pro Gly ser Gly Ser Pro Ser Ala Ala 
420 425 430 


Ala Ser Ser Ser Trp His Thr Leu Phe Thr Ala Glu Glu Gly Gin Leu 
435 440 445 
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Tyr Gly Pro Cys Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly 
450 455 460 

Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Gly Glu Ala Gly Ala 
465 470 475 480 

Val Ala Pro Tyr Gly Tyr Thr Arg Pro Pro Gin Gly Leu Ala Gly Gin 
485 490 495 

Glu Ser Asp Phe Thr Ala Pro Asp val Trp Tyr Pro Gly Gly Met val 
500 505 510 

Ser Arg val Pro Tyr Pro Ser Pro Thr Cys val Lys Ser Glu Met Gly 
515 520 525 

Pro Trp Met Asp Ser Tyr Ser Gly Pro Tyr Gly Asp Met Arg Leu Glu 
530 535 540 

Thr Ala Arg Asp His Val Leu Pro lie Asp Tyr Tyr Phe Pro Pro Gin 
545 550 555 560 

Lys Thr Cys Leu lie Cys Gly Asp Glu Ala ser Gly Cys His Tyr Gly 
565 570 575 

Ala Leu Thr cys Gly Ser Cys Lys Val Phe Phe Lys Arg Ala Ala Glu 
580 585 590 

Gly Lys Gin Lys Tyr Leu Cys Ala Ser Arg Asn Asp cys Thr lie Asp 
595 600 605 

Lys Phe Arg Arg Lys Asn Cys Pro Ser cys Arg Leu Arg Lys cys Tyr 
610 615 620 

Glu Ala Gly Met Thr Leu Gly Ala Arg Lys Leu Lys Lys Leu Gly Asn 
625 630 635 640 

Leu Lys Leu Gin Glu Glu Gly Glu Ala Ser ser Thr Thr ser Pro Thr 
645 650 655 

Glu Glu Thr Thr Gin Lys Leu Thr Val Ser His lie Glu Gly Tyr Glu 
660 665 670 

Cys Gin Pro lie Phe Leu Asn Val Leu Glu Ala lie Glu Pro Gly Val 
675 680 685 

Val Cys Ala Gly His Asp Asn Asn Gin Pro Asp ser Phe Ala Ala Leu 
690 695 700 
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Leu Ser ser Leu Asn Glu Leu Gly Glu Arg Gin Leu Val His Val Val 
705 710 715 720 

Lys Trp Ala Lys Ala Leu Pro Gly Phe Arg Asn Leu His Val Asp Asp 
725 730 735 

Gin Met Ala val lie Gin Tyr ser Trp Met Gly Leu Met val Phe Ala 
740 745 750 

Met Gly Trp Arg Ser Phe Thr Asn Val Asn Ser Arg Met Leu Tyr Phe 
755 760 765 

Ala Pro Asp Leu Val Phe Asn Glu Tyr Arg Met His Lys Ser Arq Met 
770 775 780 

Tyr Ser Gin Cys Val Arg Met Arg His Leu Ser Gin Glu Phe Gly Trp 
785 790 795 800 

Leu Gin He Thr Pro Gin Glu Phe Leu Cys Met Lys Ala Leu Leu Leu 
805 810 815 

Phe ser lie lie Pro val Asp Gly Leu Lys Asn Gin Lys Phe Phe Asp 
820 825 830 

Glu Leu Arg Met Asn Tyr lie Lys Glu Leu Asp Arg lie lie Ala Cys 
835 840 845 

Lys Arg Lys Asn Pro Thr Ser Cys Ser Arg Arg Phe Tyr Gin Leu Thr 
850 855 860 

Lys Leu Leu Asp Ser val Gin Pro He Ala Arg Glu Leu His Gin Phe 
865 870 875 880 

Thr Phe Asp Leu Leu lie Lys Ser His Met val Ser Val Asp Phe Pro 
885 890 895 

Glu Met Met Ala Glu lie lie Ser val Gin Val Pro Lys lie Leu Ser 
900 905 910 

Gly Lys Val Lys Pro lie Tyr Phe His Thr Gin 
915 920 

<210> 20 
<211> 4288 
<212> DNA 

<213> Rattus rattus 
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<400> 20 

aattcgggaa ggatcgagca aaccaggaaa gtaaggatgg agatcctagg agagtgtcca 60 

tgcctcgaaa ggagcccacc aaagatgaac tgttgcattt gctttccacc tcccagcgcc 120 

ccctcggaga tccctaggag ccagcctgct gggagaacca gagggtccgg agcaaacctg 180 

gaggctgaga gggcatcaga ggggaaaaga ctgagttagc cactccagtg ccatacagaa 240 

gcttaaggga cataccacgc cagccccagc ccagcgacag ccaacgcctg ttgcagagcg 300 

gcggcttcga agccgccgcc cagaagctgc cctttcctct tcggtgaagt ttctaaaagc 360 

tgcgggagac tcggaggaag cgaagaaagt gtccggtagg actacgactg cctttgtcct 420 

cctccctcct acccctaccc ctcctgggtc ccctctccct gagcggacta ggcaggcttc 480 

ctggccagcc ctctccccta caccaccagc tctgccagcc agtttgcaca gaggtaactc 540 

cctttggctg aaagcagacg agcttgttgc ccattggaag ggaggctttt gggagcccag 600 

agactgagga gcaacagcac gctggagagt ccctgattcc aggttctccc ccctgcacct 660 

cctactgccc gcccctcacc ctgtgtgtgc agctagaatt gaaaagatga aaagacagtt 720 

ggggcttcag tagtcgaaag caaaacaaaa gcaaaaagaa aacaaaaaga aaatagccca 780 

gttcttattt gcacctgctt cagtggacat tgactttgga aggcagagaa ttttccttcc 840 

ccccagtcaa gctttgagca tcttttaatc tgttcttcaa gtatttaggg acaaactgtg 900 

aaactagcag ggcagatcct gtctagcgcg tgccttcctt tacaggagac tttgaggcta 960 

tctgggcgct cccccccctc cctgcaagtt ttcttccctg gagcttcccg caggtgggca 1020 

gctagctgca gatactacat catcagtcag tagaactctt cagagcaaga gacgaggagg 1080 

caggataagg gaattcggtg gaagctagag acaagctaaa ggatggaggt gcagttaggg 1140 

ctgggaaggg tctacccacg gcccccgtcc aagacctatc gaggagcgtt ccagaatctg 1200 

ttccagagcg tgcgcgaagc gatccagaac ccgggcccca ggcaccctga ggccgctagc 1260 

atagcacctc ccggtgcctg tttacagcag cggcaggaga ctagcccccg gcggcggcgg 1320 

cggcagcagc accctgagga tggctctcct caagcccaca tcagaggcac cacaggctac 1380 

ctggccctgg aggaggaaca gcagccttca cagcagcagt cagcctccga gggccaccct 1440 

gagagcggct gcctcccgga gcctggagct gccacggctc ctggcaaggg gctgccgcag 1500 

cagccaccag ctcctccaga tcaggatgac tcagctgccc catccacgtt gtccctactg 1560 

ggccccactt tcccaggctt aagcagctgc tccgcagaca ttaaagacat cctgagcgag 1620 

gccggcacca tgcaacttct tcagcagcag cagcaacagc aacagcagca gcagcagcag 1680 

cagcagcagc agcagcaaca gcagcaggag gtaatatccg aaggcagcag cagcgtgaga 1740 

gcaagggagg ccactggggc tccctcttcc tccaaggata gttacctagg gggcaattcg 1800 

accatatctg acagtgccaa ggagttgtgt aaagcagtgt ctgtgtccat ggggttgggt 1860 
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cctaataccc aaacccacct gttccctttt cagatgtctt ctgcctgtta tataactctg 3900 

cactacttct ctggcatggg ccttggggga aattcctcta ctgatgtaca gtctgtcatg 3960 

aacatgttcc ccaagttcta tttcctgggc ttttccttct ttctttttct tcttctctgc 4020 

ctcttttacc ctcccatggc acattttgaa tccgctgcgt gttgtggctc ctgcctgtgt 4080 

tttgagtttt gttgtatttc ttcaagtctg tgatgatctt cttgtggccc agtgtcaact 4140 
gtgcttgttt atagcactgt gctgtgtgcc aaccaagcaa atgtttactc accttatgcc . 4200 

atggcaagtt tagagagcta taagtatctt gggaagaaac aaacagagag agtaaaaaaa 4260 

ccaaaaaaaa aaaaaaaaaa ccgaattc 4288 

<210> 21 

<211> 996 

<212> PRT 

<213> Rattus rattus 

<400> 21 

Met Glu val Gin Leu Gly Leu Gly Arg val Tyr Pro Arg pro Pro Ser 
1 5 10 15 

Lys Thr Tyr Arg Gly Ala Phe Gin Asn Leu Phe Gin Ser Val Arq Glu 
20 25 30 

Ala lie Gin Asn Pro Gly Pro Arg His Pro Glu Ala Ala Ser lie Ala 
35 40 45 

Pro Pro Gly Ala Cys Leu Gin Gin Arg Gin Glu Thr Ser Pro Arq Arq 
50 55 60 

Arg Arg Arg Gin Gin His Pro Glu Asp Gly Ser Pro Gin Ala His lie 
65 70 75 80 

Arg Gly Thr Thr Gly Tyr Leu Ala Leu Glu Glu Glu Gin Gin Pro Ser 
85 90 95 

Gin Gin Gin Ser Ala Ser Glu Gly His Pro Glu Ser Gly Cys Leu Pro 
100 105 110 

Glu Pro Gly Ala Ala Thr Ala Pro Gly Lys Gly Leu Pro Gin Gin Pro 
115 120 125 

Pro Ala Pro Pro Asp Gin Asp Asp Ser Ala Ala Pro Ser Thr Leu Ser 
130 135 140 
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Leu Leu Gly Pro Thr Phe Pro Gly Leu Ser Ser Cys Ser Ala Asp lie 
145 150 155 160 

Lys Asp lie Leu Ser Glu Ala Gly Thr Met Gin Leu Leu Gin Gin Gin 
165 170 175 

Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin Gin 
180 185 190 

Gin Gin Gin Glu Val lie Ser Glu Gly Ser Ser Ser Val Arg Ala Ara 
195 200 205 

Glu Ala Thr Gly Ala Pro Ser Ser Ser Lys Asp Ser Tyr Leu Gly Gly 
210 215 220 

Asn ser Thr lie ser Asp ser Ala Lys Glu Leu Cys Lys Ala val Ser 
225 230 235 240 

Val Ser Met Gly Leu Gly val Glu Ala Leu Glu His Leu Ser Pro Gly 
245 250 255 

Glu Gin Leu Arg Gly Asp Cys Met Tyr Ala Ser Leu Leu Gly Gly Pro 
260 265 270 

Pro Ala val Arg Pro Thr Pro Cys Ala Pro Leu Ala Glu Cys Lys Gly 
275 280 285 

Leu Ser Leu Asp Glu Gly Pro Gly Lys Gly Thr Glu Glu Thr Ala Glu 
290 295 300 

Tyr ser Ser Phe Lys Gly Gly Tyr Ala Lys Gly Leu Glu Gly Glu Ser 
305 310 315 320 

Leu Gly cys Ser Gly Ser Ser Glu Ala Gly Ser Ser Gly Thr Leu Glu 
325 330 335 

lie Pro Ser Ser Leu Ser Leu Tyr Lys ser Gly Ala Val Asp Glu Ala 
340 345 350 

Ala Ala Tyr Gin Asn Arg Asp Tyr Tyr Asn Phe Pro Leu Ala Leu Ser 
355 360 365 

Gly Pro Pro His Pro Pro Pro Pro Thr His Pro His Ala Arg lie Lys 
370 375 380 


Leu Glu Asn Pro Ser Asp Tyr Gly Ser Ala Trp Ala Ala Ala Ala Ala 
385 390 395 400 


Gin Cys Arg Tyr Gly Asp Leu Ala Ser Leu His Gly Gly Ser val Ala 
405 410 415 

Gly Pro ser Thr Gly Ser Pro Pro Ala Thr Ala ser ser ser Trp His 
420 425 430 

Thr Leu Phe Thr Ala Glu Glu Gly Gin Leu Tyr Gly Pro Gly Gly Gly 
435 440 445 

Gly Gly Ser Ser Ser Pro Ser Asp Ala Gly Pro Val Ala Pro Tyr Gly 
450 455 460 

Tyr Thr Arg Pro Pro Gin Gly Leu Ala Ser Gin Glu Gly Asp Phe Ser 
465 470 475 480 

Ala Ser Glu Val Trp Tyr Pro Gly Gly val val Asn Arg val Pro Tyr 
485 490 495 

Pro Ser Pro Ser cys val Lys Ser Glu Met Gly Pro Trp Met Glu Asn 
500 505 510 

Tyr Ser Gly Pro Tyr Gly Asp Met Arg Leu Asp Ser Thr Arg Asp His 
515 520 525 

Val Leu Pro lie Asp Tyr Tyr Phe Pro Pro Gin Lys Thr cys Leu lie 
530 535 540 

Cys Gly Asp Glu Ala Ser Gly Cys His Tyr Gly Ala Leu Thr Cys Gly 
545 550 555 560 

Ser cys Lys Val Phe Phe Lys Arg Ala Ala Glu Gly Lys Gin Lys Tyr 
565 570 575 

Leu Cys Ala Ser Arg Asn Asp Cys Thr lie Asp Lys Phe Arg Arg Lys 
580 585 590 

Asn cys Pro Ser Cys Arg Leu Arg Lys Cys Tyr Glu Ala Gly Met Thr 
595 600 605 

Leu Gly Ala Arg Lys Leu Lys Lys Leu Gly Asn Leu Lys Leu Gin Glu 
610 615 620 

Glu Gly Glu Asn Ser Ser Ala Gly Ser Pro Thr Glu Asp Pro Ser Gin 
625 630 635 640 

Lys Met Thr val Ser His lie Glu Gly Tyr Glu Cys Gin Pro lie Phe 
645 650 655 


Leu Asn val Leu Glu Ala lie Glu Pro Gly Val Val cys Ala Gly His 
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660 


665 


670 


Asp Asn Asn Gin Pro Asp ser Phe Ala Ala Leu Leu Ser Ser Leu Asn 
675 680 685 

Glu Leu Gly Glu Arg Gin Leu val His val val Lys Trp Ala Lys Ala 
690 695 700 

Leu Pro Gly Phe Arg Asn Leu His val Asp Asp Gin Met Ala val lie 
705 710 715 720 

Gin Tyr Ser Trp Met Gly Leu Met Val Phe Ala Met Gly Trp Arq ser 
725 730 735 

Phe Thr Asn val Asn ser Arg Met Leu Tyr Phe Ala Pro Asp Leu val 
740 745 750 

Phe Asn Glu Tyr Arg Met His Lys Ser Arg Met Tyr Ser Gin Cys Val 
755 760 765 

Arg Met Arg His Leu Ser Gin Glu Phe Gly Trp Leu Gin He Thr Pro 
770 775 780 

Gin Glu Phe Leu cys Met Lys Ala Leu Leu Leu Phe Ser lie lie Pro 
785 790 795 800 

val Asp Gly Leu Lys Asn Gin Lys Phe Phe Asp Glu Leu Arg Met Asn 
805 810 815 

Tyr lie Lys Glu Leu Asp Arg He lie Ala Cys Lys Arg Lys Asn Pro 
820 825 830 

Thr ser Cys Ser Arg Arg Phe Tyr Gin Leu Thr Lys Leu Leu Asp Ser 
835 840 845 

val Gin Pro lie Ala Arg Glu Leu His Gin Phe Thr Phe Asp Leu Leu 
850 855 860 

lie Lys Ser His Met val ser val Asp Phe Pro Glu Met Met Ala Glu 
865 870 875 880 

lie lie Ser Val Gin val Pro Lys lie Leu Ser Gly Lys Val Ser Pro 
885 890 895 

Cys lie ser Thr His Ser Glu Asp Leu Glu Pro Asn Thr Gin Thr His 
900 905 910 


Leu Phe Pro Phe Gin Met Ser ser Ala Cys Tyr lie Thr Leu His Tyr 
915 920 925 
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Phe SeV Gly Met Gly Leu Gly Gly Asn Ser Ser Thr Asp Val Gin Ser 
93$) 935 940 

Val Met\Asn Met Phe Pro Lys Phe Tyr Phe Leu Gly Phe Ser Phe Phe 
945 \ 950 955 960 

Leu Phe L^u Leu Leu Cys Leu Phe Tyr Pro Pro Met Ala His Phe Glu 
965 970 975 

Ser Ala Ala\cys Cys Gly ser Cys Leu Cys Phe Glu Phe Cys cys lie 
\980 985 990 


ser ser Ser i\eu 
995 


<210> 22 

<211> 12 

<212> DNA 

<213> Arti f i ci al\ sequence 


<220> 

<223> Hypothetical 

<400> 22 
gctggttgta ag 

<210> 23 

<211> 4 

<212> PRT 

<213> Arti f i ci al sequence 
<220> 

<223> Hypotheti cal Peptide . 

<400> 23 
Ala Gly Cys Lys 


tal igonucleotide. 


<210> 24 
<211> 32 
<212> DNA 
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I 


<213> Urti f i ci al Sequence 


<220> 

<223> Synthetic Oligonucleotide Probe A. 

<400> 24 

cttttgaaga cfcpaccttaca gccctcacag gt 

<210> 25 

<211> 38 

<212> DNA 

<213> Artificial\ Sequence 
<220> 

<223> Synthetic Oligonucleotide Probe B. 

<400> 25 

ggaccatgtt ttgcccattg ^ctattactt tccacccc 

<210> 26 

<211> 15 

<212> prt 

<213> Artificial Sequence 
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38 


<220> 

<223> Synthetic Peptide. 
<400> 26 


Asp His val Leu Pro He Asp Tyr Yyr Phe Pro Pro Gin Lys Thr 
1 5 \ io ic 
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